We report characterization of a genotype G5P [7] human rotavirus (HRV) from a child in Cameroon who had diarrhea. Sequencing of all 11 gene segments showed similarities to >5 genes each from porcine and human rotaviruses. This G5P [7] strain exemplifi es the importance of heterologous animal rotaviruses in generating HRV genetic diversity through reassortment.
America and Asia, it was identical to a human serotype G5 rotavirus isolated in Cameroon (10) and clustered with 2 porcine strains from Argentina (online Appendix Figure) . Genetic analysis of the VP8* portion of the VP4 gene of strain 6784/2000/ARN had higher similarity (90% nt and 89% aa) with porcine genotype P [7] strains, e.g., OSU and JL94, than with strains of other genotypes (39%-85% nt and 55%-72% aa). This fi nding suggests that 6784/2000/ ARN also belongs to genotype P [7] .
Although we did not sequence the minimum 500 bp/ gene, we propose a tentative genotype classifi cation based on ≈300-350 nucleotides sequenced by using the scheme of Matthijnssens et al. (11) . VP1-, VP2-, VP3-, VP6-, NSP1-, NSP2-, NSP3-, NSP4-, and NSP5-encoding gene segments of strain 6784/2000/ARN form a close phylogenetic cluster with human and animal rotavirus strains of the Wa-like genogroup, respectively, in R1, C1, M1, I1, A1, N1, T1, E1, and H1 genotypes (11) . Nucleotide sequences deposited in GenBank are FM179285 (VP1), FM179286 (VP2), FM179287 (VP3), FM179288 (VP4), FM179289 (VP6), FM179290 (NSP1), FM179291 (NSP2), FM179292 (NSP3), FM179293 (NSP4), FM179294 (NSP5), and EF218667 (VP7).
Conclusions
Serotype G5 rotaviruses, which are common in pigs but also detected in horses and cattle, were identifi ed in the 1990s in children from Brazil who had diarrhea (12) . This serotype has also been reported in children with severe diarrhea in Paraguay, Cameroon, Argentina, Vietnam, and the People's Republic of China (2, 13, 14) , which suggests that G5, although uncommon overall in humans, is found worldwide. Partial molecular analyses showed that human G5 strains are reassortants with various genetic compositions. Some human G5 strains from Brazil, China (LL36755), and Vietnam (KH210) contain a genotype P [6] VP4 gene, but their other genes have not been characterized (12) (13) (14) . The novel 6784/2000/ARN strain characterized here shares a VP6 subgroup II specifi city and a long RNA electrophoretic pattern with prototype human G5 strain IAL-28 but differs in subgroup and electropherotype from the Cameroon isolate MRC3105 (10) . Strain 6784/2000/ARN has a P [7] VP4 genotype and represents a human strain with this VP4 specifi city.
Detection of G5 rotaviruses with different genetic compositions from children in Cameroon raises questions about the origin of these strains. MRC3105 not only represents a reassortant strain between porcine rotaviruses and HRVs but also may have obtained gene segments from isolates of human Wa and DS-1 genogroups, as suggested by unusual combinations in its RNA profi le, subgroup specifi city, and P type (10) . In contrast, 6784/2000/ARN seems to have obtained its outer capsid combination from a porcine rotavirus, and its overall genomic composition showed genetic exchange between a porcine parental strain and a human strain of the Wa genogroup. We hypothesize that these 2 G5 isolates with identical VP7 genes in different HRV genetic backgrounds might be independent progenies of a porcine G5 rotavirus that was co-circulating with human DS-1-like and Wa-like strains at the time of identifi cation of the G5 isolate in southwestern Cameroon. Additional sequencing of common porcine and human strains is required to elucidate mechanisms involved in generation of genetic diversity during reassortment of rotaviruses from 2 species. Although G5P [7] strains might be common in pigs, strain 6784/2000/ARN is a novel representative of this antigen combination in humans. Similarities of some of its gene segments with those of porcine rotavirus strains suggest that ARN G5P [7] is an animal-human reassortant rotavirus in which a few genes are derived from human strains. Introduction of animal rotavirus genes into the genetic background of common HRVs has resulted in global spread of various genotype specifi cities, including G9 and G12. In these emerging human strains, DS-1 and Wa genogroups served as parental strains to carry the new antigenic variants on the background of old genotype specifi cities. Further, human G5 strains whose overall genomic composition is Wa-like have a wide geographic distribution and were considered clinically important HRVs in South America during the 1990s. Surveillance is needed to determine if G5P [7] strains on a Wa-like genetic background will spread to other African countries. 
